Background and Objectives：The purpose of this study was to investigate the familial correlation and heritability of the LDL cholesterol level through a segregation analysis. Subjects and Methods：This study was based on the data from 9,884 Korean individuals, ascertained as pedigrees, who had participated in the 1998 and 2001 Korean National Health & Nutrition Examination Survey. The subjects of the segregation analysis were 3,613 Korean with more than five family members. Results：The LDL cholesterol level revealed a strong familial correlation among spouses, parental-offspring and siblings; a low correlation with spouses, but a high correlation with parental-offspring and siblings. The heritability of the LDL cholesterol level was 37.3%, when controlled for age, age2, gender, age×gender, waist circumference, smoking, alcohol drinking, exercise and education. After the segregation analysis, models of the major gene effects were rejected in the general population. However, the Mendelian dominant and co-dominant models were found in high risk families. Conclusion：In conclusion, the randomly ascertained Korean families of this study showed strong familial aggregation in the LDL cholesterol level. This suggested that variations in the level of LDL cholesterol may be influenced by a major gene effect. (Korean Circulation J 2005;35:233-239) 
N (%) N (%) N (%) N (%)
일반집단에서의 유전자 분리모형 분석
LDL 콜레스테롤의 유전자 분리모형 분석 결과는 Table 3 와 같다. Sporadic model은 χ 
